
PlantPAN: Plant promoter analysis navigator, for identifying combinatorial cis-regulatory
elements with distance constraint in plant gene groups

BMC Genomics

9, 561

DOI: 10.1186/1471-2164-9-561

Citation Report



Citation Report

2

# Article IF Citations

1 cis-Regulatory elements in plant cell signaling. Current Opinion in Plant Biology, 2009, 12, 643-649. 3.5 105

2 The<i>LP2</i>leucineâ€•rich repeat receptor kinase gene promoter directs organâ€•specific, lightâ€•responsive
expression in transgenic rice. Plant Biotechnology Journal, 2009, 7, 867-882. 4.1 34

3 Storage products and transcriptional analysis of the endosperm of cultivated wheat and two wild
wheat species. Journal of Applied Genetics, 2010, 51, 431-447. 1.0 13

4 The tissue expression pattern of the AtGRP5 regulatory region is controlled by a combination of
positive and negative elements. Plant Cell Reports, 2010, 29, 461-471. 2.8 8

5 Molecular characterization and functional analysis of Glycine max sterol methyl transferase 2 genes
involved in plant membrane sterol biosynthesis. Plant Molecular Biology, 2010, 74, 503-518. 2.0 23

6 Identification and expression analysis of microRNAs and targets in the biofuel crop sugarcane. BMC
Plant Biology, 2010, 10, 260. 1.6 76

7 Boron Toxicity Tolerance in Barley through Reduced Expression of the Multifunctional Aquaporin
HvNIP2;1 Â . Plant Physiology, 2010, 153, 1706-1715. 2.3 159

8 Isolation and Phylogenetic Footprinting Analysis of the 5â€²-Regulatory Region of the Floral Homeotic
Gene OrcPI from Orchis italica (Orchidaceae). Journal of Heredity, 2010, 101, 124-131. 1.0 7

9 Hypoxia-responsive microRNAs and trans-acting small interfering RNAs in Arabidopsis. Journal of
Experimental Botany, 2010, 61, 165-177. 2.4 184

10 Constructing gene regulatory networks for long term photosynthetic light acclimation in
Arabidopsis thaliana. BMC Bioinformatics, 2011, 12, 335. 1.2 18

11 Toward microRNA-mediated gene regulatory networks in plants. Briefings in Bioinformatics, 2011, 12,
645-659. 3.2 53

12 The NFI-Regulome Database: A tool for annotation and analysis of control regions of genes regulated
by Nuclear Factor I transcription factors. Journal of Clinical Bioinformatics, 2011, 1, 4. 1.2 22

13 Hypoxia responsive gene expression is mediated by various subsets of transcription factors and
miRNAs that are determined by the actual oxygen availability. New Phytologist, 2011, 190, 442-456. 3.5 149

14 <i>In silico</i> analysis of phytoene synthase and its promoter reveals hints for regulation
mechanisms of carotenogenesis in <i>Duanliella bardawil</i>. Bioinformatics, 2011, 27, 2201-2208. 1.8 25

15 Molecular characterization of a phenylalanine ammonia-lyase gene (BoPAL1) from Bambusa oldhamii.
Molecular Biology Reports, 2011, 38, 283-290. 1.0 49

16 Differential transcript abundance and genotypic variation of four putative allergen-encoding gene
families in melting peach. Tree Genetics and Genomes, 2011, 7, 903-916. 0.6 20

17 Characterization of the glyoxalase 1 gene TcGLX1 in the metal hyperaccumulator plant Thlaspi
caerulescens. Planta, 2011, 233, 1173-1184. 1.6 21

18 Comparative transcription profiling analyses of maize reveals candidate defensive genes for seedling
resistance against corn earworm. Molecular Genetics and Genomics, 2011, 285, 517-525. 1.0 12



3

Citation Report

# Article IF Citations

19 Integration of molecular biology tools for identifying promoters and genes abundantly expressed in
flowers of Oncidium Gower Ramsey. BMC Plant Biology, 2011, 11, 60. 1.6 27

20 Isolation and functional characterization of a cotton ubiquitination-related promoter and 5'UTR that
drives high levels of expression in root and flower tissues. BMC Biotechnology, 2011, 11, 115. 1.7 18

21 Oxidative DNA Damage Bypass in <i>Arabidopsis thaliana</i> Requires DNA Polymerase Î» and
Proliferating Cell Nuclear Antigen 2. Plant Cell, 2011, 23, 806-822. 3.1 47

22 Ntann12 annexin expression is induced by auxin in tobacco roots. Journal of Experimental Botany, 2011,
62, 4055-4065. 2.4 30

23 Evolutionary divergence and limits of conserved non-coding sequence detection in plant genomes.
Nucleic Acids Research, 2011, 39, 6029-6043. 6.5 32

24 Novel Insights into Regulation of Asparagine Synthetase in Conifers. Frontiers in Plant Science, 2012,
3, 100. 1.7 50

25 Gibberellins regulate the transcription of the continuous flowering regulator, RoKSN, a rose TFL1
homologue. Journal of Experimental Botany, 2012, 63, 6543-6554. 2.4 61

26 Insight into plant annexin function. Plant Signaling and Behavior, 2012, 7, 524-528. 1.2 35

27
Impaired Auxin Biosynthesis in the <i>defective endosperm18</i> Mutant Is Due to Mutational Loss of
Expression in the <i>ZmYuc1</i> Gene Encoding Endosperm-Specific YUCCA1 Protein in Maize Â  Â  Â . Plant
Physiology, 2012, 160, 1318-1328.

2.3 128

28
The differential expression of HvCO9, a member of the CONSTANS-like gene family, contributes to the
control of flowering under short-day conditions in barley. Journal of Experimental Botany, 2012, 63,
773-784.

2.4 68

29 Integration of Bioinformatics and Synthetic Promoters Leads to the Discovery of Novel
Elicitor-Responsive cis-Regulatory Sequences in Arabidopsis Â  Â  Â . Plant Physiology, 2012, 160, 178-191. 2.3 53

30 Thousands of Cis-Regulatory Sequence Combinations Are Shared by Arabidopsis and Poplar Â  Â  Â . Plant
Physiology, 2012, 158, 145-155. 2.3 29

31 Functional characterization of two almond C-repeat-binding factors involved in cold response. Tree
Physiology, 2012, 32, 1113-1128. 1.4 39

32 The OsGEX2 Gene Promoter Confers Sperm Cell Expression in Transgenic Rice. Plant Molecular
Biology Reporter, 2012, 30, 1138-1148. 1.0 17

33 The DNA-binding activity of an AP2 protein is involved in transcriptional regulation of a
stress-responsive gene, SiWD40, in foxtail millet. Genomics, 2012, 100, 252-263. 1.3 48

34 Six Regulatory Elements Lying in the Promoter Region Imply the Functional Diversity of Chloroplast
GAPDH in Duanliella bardawil. Journal of Agricultural and Food Chemistry, 2012, 60, 9211-9220. 2.4 3

35 Population-genetic analysis of HvABCG31 promoter sequence in wild barley (Hordeum vulgare ssp.) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 102 Td (spontaneum). BMC Evolutionary Biology, 2012, 12, 188.3.2 11

36 â€˜MicroRNA Targetsâ€™, a new AthaMap web-tool for genome-wide identification of miRNA targets in
Arabidopsis thaliana. BioData Mining, 2012, 5, 7. 2.2 23



4

Citation Report

# Article IF Citations

37 Expression analysis of calmodulin and calmodulin-like genes from rice, Oryza sativa L.. BMC Research
Notes, 2012, 5, 625. 0.6 46

38
The NAC transcription factor gene ANAC072 is differentially expressed in Arabidopsis thaliana in
response to microbe-associated molecular pattern (MAMP) molecules. Physiological and Molecular
Plant Pathology, 2012, 80, 19-27.

1.3 10

39 GPMiner: an integrated system for mining combinatorial cis-regulatory elements in mammalian gene
group. BMC Genomics, 2012, 13, S3. 1.2 51

40 Activation of camalexin biosynthesis in Arabidopsis thaliana in response to perception of bacterial
lipopolysaccharides: a gene-to-metabolite study. Planta, 2012, 236, 261-272. 1.6 20

41 The mRNA of a Knotted1-like transcription factor of potato is phloem mobile. Plant Molecular Biology,
2012, 79, 595-608. 2.0 79

42 Disentangling the Roles of History and Local Selection in Shaping Clinal Variation of Allele
Frequencies and Gene Expression in Norway Spruce (<i>Picea abies</i>). Genetics, 2012, 191, 865-881. 1.2 195

43 Molecular Cloning and Characterisation of Genes Coding for Glycine- and Proline-Rich Proteins
(GPRPs) in Soybean. Plant Molecular Biology Reporter, 2012, 30, 566-577. 1.0 23

44 Simple database to select promoters for plant transgenesis. Transgenic Research, 2012, 21, 429-437. 1.3 25

45 Expression and tissueâ€•specific localization of nitrateâ€•responsive miRNAs in roots of maize seedlings.
Plant, Cell and Environment, 2012, 35, 1137-1155. 2.8 64

46 AtPAN: an integrated system for reconstructing transcriptional regulatory networks in Arabidopsis
thaliana. BMC Genomics, 2012, 13, 85. 1.2 19

47 Genomeâ€•wide identification and analysis of microRNA responding to longâ€•term waterlogging in crown
roots of maize seedlings. Physiologia Plantarum, 2013, 147, 181-193. 2.6 70

48 Using an ensemble of statistical metrics to quantify large sets of plant transcription factor binding
sites. Plant Methods, 2013, 9, 12. 1.9 2

49 The OitaAG and OitaSTK genes of the orchid Orchis italica: a comparative analysis with other C- and
D-class MADS-box genes. Molecular Biology Reports, 2013, 40, 3523-3535. 1.0 35

50 Catalog of Erycina pusilla miRNA and categorization of reproductive phase-related miRNAs and their
target gene families. Plant Molecular Biology, 2013, 82, 193-204. 2.0 39

51 Developmental and LED Light Source Modulation of Carotenogenic Gene Expression in Oncidium
Gower Ramsey Flowers. Plant Molecular Biology Reporter, 2013, 31, 1433-1445. 1.0 3

52 The family of Dof transcription factors in pine. Trees - Structure and Function, 2013, 27, 1547-1557. 0.9 11

53 Gene promoters show chromosome-specificity and reveal chromosome territories in humans. BMC
Genomics, 2013, 14, 278. 1.2 18

54
Promzea: a pipeline for discovery of co-regulatory motifs in maize and other plant species and its
application to the anthocyanin and phlobaphene biosynthetic pathways and the Maize Development
Atlas. BMC Plant Biology, 2013, 13, 42.

1.6 19



5

Citation Report

# Article IF Citations

55 Molecular analysis of the annexin gene family in soybean. Biologia Plantarum, 2013, 57, 655-662. 1.9 27

56 The SlFRK4 promoter is active only during late stages of pollen and anther development. Plant
Science, 2013, 199-200, 61-70. 1.7 37

57 CBF gene expression in peach leaf and bark tissues is gated by a circadian clock. Tree Physiology, 2013,
33, 866-877. 1.4 45

58 Elucidating the evolutionary history and expression patterns of nucleoside phosphorylase paralogs
(vegetative storage proteins) in Populus and the plant kingdom. BMC Plant Biology, 2013, 13, 118. 1.6 17

59 Expression of the high light-inducible Dunaliella LIP promoter in Chlamydomonas reinhardtii. Planta,
2013, 238, 1147-1156. 1.6 24

60 Retrotransposon <i><scp>BARE</scp></i> displays strong tissueâ€•specific differences in expression. New
Phytologist, 2013, 200, 1000-1008. 3.5 16

61 Molecular characterization of Quercus suber MYB1, a transcription factor up-regulated in cork
tissues. Journal of Plant Physiology, 2013, 170, 172-178. 1.6 31

62
Arabidopsis suppressor mutant of abh1 shows a new face of the already known players: ABH1 (CBP80)
and ABI4â€”in response to ABA and abiotic stresses during seed germination. Plant Molecular Biology,
2013, 81, 189-209.

2.0 32

63
A Genomic Region Upstream of Arabidopsis thaliana PELPK1 Promotes Transcription in Aleurone Tissues
and in Response to Pseudomonas syringae or Pythium irregulare. Plant Molecular Biology Reporter,
2013, 31, 1025-1030.

1.0 4

64 Transcriptional Regulation of Seven ERFs in Rice Under Oxygen Depletion and Iron Overload Stress.
Tropical Plant Biology, 2013, 6, 16-25. 1.0 12

65 LuFLA1PRO and LuBGAL1PRO promote gene expression in the phloem fibres of flax (Linum) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 342 Td (usitatissimum). Plant Cell Reports, 2013, 32, 517-528.2.8 9

66 Fine mapping and identification of candidate genes controlling the resistance to southern root-knot
nematode in PI 96354. Theoretical and Applied Genetics, 2013, 126, 1825-1838. 1.8 46

67 Transcript profiling of common bean nodules subjected to oxidative stress. Physiologia Plantarum,
2013, 149, 389-407. 2.6 8

68 Molecular switch for cold acclimation â€” anatomy of the cold-inducible promoter in plants.
Biochemistry (Moscow), 2013, 78, 342-354. 0.7 13

69 Thermospermine levels are controlled by an auxinâ€•dependent feedback loop mechanism in
<i>Populus</i> xylem. Plant Journal, 2013, 75, 685-698. 2.8 57

70
Identification of Arabidopsis BAK1-Associating Receptor-Like Kinase 1 (BARK1) and Characterization of
its Gene Expression and Brassinosteroid-Regulated Root Phenotypes. Plant and Cell Physiology, 2013,
54, 1620-1634.

1.5 29

71 The Conserved Chimeric Transcript UPGRADE2 Is Associated with Unreduced Pollen Formation and Is
Exclusively Found in Apomictic Boechera Species. Plant Physiology, 2013, 163, 1640-1659. 2.3 31

72 In Planta Analysis of a cis-Regulatory Cytokinin Response Motif in Arabidopsis and Identification of a
Novel Enhancer Sequence. Plant and Cell Physiology, 2013, 54, 1079-1092. 1.5 42



6

Citation Report

# Article IF Citations

73 Higher plant transformation: principles and molecular tools. International Journal of Developmental
Biology, 2013, 57, 483-494. 0.3 60

74 miRNAs mediate SnRK1-dependent energy signaling in Arabidopsis. Frontiers in Plant Science, 2013, 4, 197. 1.7 64

75
Floral primordia-targeted ACS (1-aminocyclopropane-1-carboxylate synthase) expression in transgenic
Cucumis melo implicates fine tuning of ethylene production mediating unisexual flower development.
Planta, 2014, 240, 797-808.

1.6 35

76 Comparative analysis of ADS gene promoter in seven Artemisia species. Journal of Genetics, 2014, 93,
767-774. 0.4 1

77 The wheat HMW-glutenin<i>1Dy10</i>gene promoter controls endosperm expression
in<i>Brachypodium distachyon</i>. GM Crops and Food, 2014, 5, 36-43. 2.0 16

78 Transgenic Plants That Express the Phytoplasma Effector SAP11 Show Altered Phosphate Starvation
and Defense Responses. Plant Physiology, 2014, 164, 1456-1469. 2.3 81

79 Regulation of Copper Homeostasis and Biotic Interactions by MicroRNA 398b in Common Bean. PLoS
ONE, 2014, 9, e84416. 1.1 109

80 Conserved cis-regulatory modules in promoters of genes encoding wheat high-molecular-weight
glutenin subunits. Frontiers in Plant Science, 2014, 5, 621. 1.7 44

81 BLASTAssemb: An approach to construct genetic elements using BLAST. , 2014, , . 0

82 Genes responding to water deficit in apple (Malusâ€‰Ã—â€‰domestica Borkh.) roots. BMC Plant Biology, 2014,
14, 182. 1.6 28

83 Auxin Input Pathway Disruptions Are Mitigated by Changes in Auxin Biosynthetic Gene Expression in
Arabidopsis Â  Â . Plant Physiology, 2014, 165, 1092-1104. 2.3 47

84 Cloning and Expression Analysis of a Gene Encoding for Ascorbate Peroxidase and Responsive to Salt
Stress in Beet (Beta vulgaris). Plant Molecular Biology Reporter, 2014, 32, 162-175. 1.0 24

85 Isolation and Characterization of Three New Promoters from Gossypium hirsutum that Show High
Activity in Reproductive Tissues. Plant Molecular Biology Reporter, 2014, 32, 630-643. 1.0 12

86 Two tobacco AP1-like gene promoters drive highly specific, tightly regulated and unique expression
patterns during floral transition, initiation and development. Planta, 2014, 239, 469-478. 1.6 8

87
Genome-wide analysis and evolutionary study of sucrose non-fermenting 1-related protein kinase 2
(SnRK2) gene family members in Arabidopsis and Oryza. Computational Biology and Chemistry, 2014, 49,
59-70.

1.1 40

88 VvMATE1 and VvMATE2 encode putative proanthocyanidin transporters expressed during berry
development in Vitis vinifera L.. Plant Cell Reports, 2014, 33, 1147-1159. 2.8 68

89 Resources for systems biology in rice. Journal of Plant Biology, 2014, 57, 80-92. 0.9 34

90

Class I patatin genes from potato (Solanum tuberosum L.) cultivars: molecular cloning, sequence
comparison, prediction of diverse cis-regulatory motifs, and assessment of the promoter activities
under field and in vitro conditions. In Vitro Cellular and Developmental Biology - Plant, 2014, 50,
673-687.

0.9 3



7

Citation Report

# Article IF Citations

91 Copper-based fungicide Bordeaux mixture regulates the expression of<i>V</i><i>itis vinifera</i>copper
transporters. Australian Journal of Grape and Wine Research, 2014, 20, 451-458. 1.0 21

92 An intracellular antifreeze protein from an Antarctic microalga that responds to various
environmental stresses. FASEB Journal, 2014, 28, 4924-4935. 0.2 19

93 Interplay of Sugar, Light and Gibberellins in Expression of Rosa hybrida Vacuolar Invertase 1
Regulation. Plant and Cell Physiology, 2014, 55, 1734-1748. 1.5 34

94
Lipid transfer proteins in coffee: isolation of Coffea orthologs, Coffea arabica homeologs,
expression during coffee fruit development and promoter analysis in transgenic tobacco plants. Plant
Molecular Biology, 2014, 85, 11-31.

2.0 22

95 Transposonâ€•dependent induction of Vincent van Gogh's sunflowers: Exceptions revealed. Genesis, 2014,
52, 315-327. 0.8 21

96 Fatty acid composition and desaturase gene expression in flax (Linum usitatissimum L.). Journal of
Applied Genetics, 2014, 55, 423-432. 1.0 17

97 Integrating bioinformatic resources to predict transcription factors interacting with cis-sequences
conserved in co-regulated genes. BMC Genomics, 2014, 15, 317. 1.2 19

98 Genome-wide expression analysis of rice ABC transporter family across spatio-temporal samples and in
response to abiotic stresses. Journal of Plant Physiology, 2014, 171, 1276-1288. 1.6 95

99 Genomic structure and promoter characterization of the CDPK kinase gene expressed during seed
formation in Pharbitis nil. Journal of Plant Physiology, 2015, 189, 87-96. 1.6 6

100 Functional Characterization of a Strong Bi-directional Constitutive Plant Promoter Isolated from
Cotton Leaf Curl Burewala Virus. PLoS ONE, 2015, 10, e0121656. 1.1 21

101 Deciphering Cis-Regulatory Element Mediated Combinatorial Regulation in Rice under Blast Infected
Condition. PLoS ONE, 2015, 10, e0137295. 1.1 13

102 Cytonuclear Coordination Is Not Immediate upon Allopolyploid Formation in Tragopogon miscellus
(Asteraceae) Allopolyploids. PLoS ONE, 2015, 10, e0144339. 1.1 31

103 Developmental- and Tissue-Specific Expression of NbCMT3-2 Encoding a Chromomethylase in Nicotiana
benthamiana. Plant and Cell Physiology, 2015, 56, 1124-1143. 1.5 12

104 Advantages and disadvantages in usage of bioinformatic programs in promoter region analysis.
Proceedings of SPIE, 2015, , . 0.8 1

105 Molecular cloning and characterization of salt inducible dehydrin gene from the C4 plant
Pennisetum glaucum. Plant Gene, 2015, 4, 55-63. 1.4 30

106 Genome-wide identification and characterization of the aquaporin gene family in Sorghum bicolor
(L.). Plant Gene, 2015, 1, 18-28. 1.4 65

107 In silico characterization and expression analysis of selected Arabidopsis receptor-like kinase genes
responsive to different MAMP inducers. Biologia Plantarum, 2015, 59, 18-28. 1.9 11

108 Two Promoters of Beta-Glucosidase Paralogs (ZmBGlu2 and ZmBGlu5) Highly Active in Tropical Young
Maize Hybrid Seedlings. Plant Molecular Biology Reporter, 2015, 33, 1666-1674. 1.0 2



8

Citation Report

# Article IF Citations

109 Homotypic clustering of OsMYB4 binding site motifs in promoters of the rice genome and
cellular-level implications on sheath blight disease resistance. Gene, 2015, 561, 209-218. 1.0 16

110
Identification of genes induced by Fusarium graminearum inoculation in the resistant durum wheat
line Langdon(Dic-3A)10 and the susceptible parental line Langdon. Microbiological Research, 2015, 177,
53-66.

2.5 7

111
In Silico Analysis of the Genes Encoding Proteins that Are Involved in the Biosynthesis of the
RMS/MAX/D Pathway Revealed New Roles of Strigolactones in Plants. International Journal of
Molecular Sciences, 2015, 16, 6757-6782.

1.8 57

112 Overexpression of a peach CBF gene in apple: a model for understanding the integration of growth,
dormancy, and cold hardiness in woody plants. Frontiers in Plant Science, 2015, 6, 85. 1.7 127

113 Genome-wide analysis reveals phytohormone action during cassava storage root initiation. Plant
Molecular Biology, 2015, 88, 531-543. 2.0 46

114 Involvement of the Putative N-Acetylornithine Deacetylase from Arabidopsis thaliana in Flowering and
Fruit Development. Plant and Cell Physiology, 2015, 56, 1084-1096. 1.5 45

115 Multiple tissue-specific expression of rice seed-shattering gene SH4 regulated by its promoter pSH4.
Rice, 2015, 8, 12. 1.7 15

116 Identification and Mode of Inheritance of Quantitative Trait Loci for Secondary Metabolite Abundance
in Tomato. Plant Cell, 2015, 27, 485-512. 3.1 188

117 Isolation and characterization of three cadmium-inducible promoters from Oryza sativa. Journal of
Biotechnology, 2015, 216, 11-19. 1.9 13

118
Molecular characterization of BrMYB28 and BrMYB29 paralogous transcription factors involved in
the regulation of aliphatic glucosinolate profiles in Brassica rapa ssp. pekinensis. Comptes Rendus -
Biologies, 2015, 338, 434-442.

0.1 11

119 Involvement of AOX and UCP pathways in the post-harvest ripening of papaya fruits. Journal of Plant
Physiology, 2015, 189, 42-50. 1.6 23

120 Enhancing diterpenoid concentration in<i>Salvia miltiorrhiza</i>hairy roots through pathway
engineering with maize C1 transcription factor. Journal of Experimental Botany, 2015, 66, 7211-7226. 2.4 46

121 The complete peach dehydrin family: characterization of three recently recognized genes. Tree
Genetics and Genomes, 2015, 11, 1. 0.6 7

122
Combined correlationâ€•based network and <scp>mQTL</scp> analyses efficiently identified loci for
branchedâ€•chain amino acid, serine to threonine, and proline metabolism in tomato seeds. Plant Journal,
2015, 81, 121-133.

2.8 55

123 Mutations in the plantâ€•conserved <scp>MTERF9</scp> alter chloroplast gene expression, development
and tolerance to abiotic stress in <i>Arabidopsis thaliana</i>. Physiologia Plantarum, 2015, 154, 297-313. 2.6 46

124 Basic Leucine Zipper Family in Barley: Genome-Wide Characterization of Members and Expression
Analysis. Molecular Biotechnology, 2015, 57, 12-26. 1.3 75

125 Genotypic and phenotypic relatedness of a farmer-discovered variant with high-yielding rice growing
in the same field. Plant Systematics and Evolution, 2015, 301, 451-465. 0.3 0

126 CicerTransDB 1.0: a resource for expression and functional study of chickpea transcription factors.
BMC Plant Biology, 2016, 16, 169. 1.6 16



9

Citation Report

# Article IF Citations

127
Additive roles of PthAs in bacterial growth and pathogenicity associated with nucleotide
polymorphisms in effectorâ€•binding elements of citrus canker susceptibility genes. Molecular Plant
Pathology, 2016, 17, 1223-1236.

2.0 24

128 The homeodomain transcription factor Ta HDZ ipIâ€•2 from wheat regulates frost tolerance, flowering
time and spike development in transgenic barley. New Phytologist, 2016, 211, 671-687. 3.5 26

129 Bioinformatic investigation of the role of ubiquitins in cucumber flower morphogenesis.
Proceedings of SPIE, 2016, , . 0.8 1

130 Presence of unique glyoxalase III proteins in plants indicates the existence of shorter route for
methylglyoxal detoxification. Scientific Reports, 2016, 6, 18358. 1.6 100

131 Diurnal and circadian regulation of salt tolerance in Arabidopsis. Journal of Plant Biology, 2016, 59,
569-578. 0.9 18

132 Structure, organization and evolution of ADP-ribosylation factors in rice and foxtail millet and their
expression in rice. Scientific Reports, 2016, 6, 24008. 1.6 42

133 GEM, a member of the GRAM domain family of proteins, is part of the ABA signaling pathway. Scientific
Reports, 2016, 6, 22660. 1.6 44

134 Functional analysis of the Arabidopsis thaliana MUTE promoter reveals a regulatory region sufficient
for stomatal-lineage expression. Planta, 2016, 243, 987-998. 1.6 6

135 PlantPAN 2.0: an update of plant promoter analysis navigator for reconstructing transcriptional
regulatory networks in plants. Nucleic Acids Research, 2016, 44, D1154-D1160. 6.5 336

136
Analysis of cis-acting regulatory elements of Respiratory burst oxidase homolog ( Rboh ) gene families
in Arabidopsis and rice provides clues for their diverse functions. Computational Biology and
Chemistry, 2016, 62, 104-118.

1.1 65

137 Identification and bioinformatics comparison of two novel phosphatases in monoecious and
gynoecious cucumber lines. Proceedings of SPIE, 2016, , . 0.8 4

138 Diverse responses of wild and cultivated tomato to BABA, oligandrin and<i>Oidium
neolycopersici</i>infection. Annals of Botany, 2017, 119, mcw188. 1.4 11

139 Introducing <i>Dunaliella LIP</i> promoter containing lightâ€•inducible motifs improves transgenic
expression in <i>Chlamydomonas reinhardtii</i>. Biotechnology Journal, 2016, 11, 384-392. 1.8 26

140 A potent bidirectional promoter from the monocot cereal Eleusine coracana. Phytochemistry, 2016,
129, 24-35. 1.4 2

141 FootprintDB: Analysis of Plant Cis-Regulatory Elements, Transcription Factors, and Binding Interfaces.
Methods in Molecular Biology, 2016, 1482, 259-277. 0.4 20

142 Poplar CBF1 functions specifically in an integrated cold regulatory network. Tree Physiology, 2016, 37,
98-115. 1.4 9

143 Application of rice microspore-preferred promoters to manipulate early pollen development in
Arabidopsis: a heterologous system. Plant Reproduction, 2016, 29, 291-300. 1.3 1

144 Functional characterization of a defense-related class-III chitinase promoter from Lupinus albus,
active in legume and monocot tissues. European Journal of Plant Pathology, 2016, 146, 923-936. 0.8 0



10

Citation Report

# Article IF Citations

145
Regulation, overexpression, and target gene identification of<i>Potato Homeobox
15</i>(<i>POTH15</i>) â€“ a class-I<i>KNOX</i>gene in potato. Journal of Experimental Botany, 2016, 67,
4255-4272.

2.4 20

146 The differential expression of soybean [ Glycine max (L.) Merrill] WRKY genes in response to water
deficit. Plant Physiology and Biochemistry, 2016, 107, 288-300. 2.8 16

147 Rice bifunctional phytocystatin is a dual modulator of legumain and papain-like proteases. Plant
Molecular Biology, 2016, 92, 193-207. 2.0 14

148
Characterization and Transcriptional Profile of Genes Involved in Glycoalkaloid Biosynthesis in New
Varieties of <i>Solanum tuberosum</i> L.. Journal of Agricultural and Food Chemistry, 2016, 64,
988-996.

2.4 23

149 Promoter isolation and characterization of GhAO-like1, a Gossypium hirsutum gene similar to
multicopper oxidases that is highly expressed in reproductive organs. Genome, 2016, 59, 23-36. 0.9 4

150 Molecular Cloning, Expression Analysis, and Functional Characterization of the H+-Pyrophosphatase
from Jatropha curcas. Applied Biochemistry and Biotechnology, 2016, 178, 1273-1285. 1.4 3

151 Transcriptional responses of Arabidopsis thaliana to oil contamination. Environmental and
Experimental Botany, 2016, 127, 63-72. 2.0 13

152 Phylogenetic analysis and differential expression of EF1Î± genes in soybean during development, stress
and phytohormone treatments. Molecular Genetics and Genomics, 2016, 291, 1505-1522. 1.0 10

153 The peach HECATE3-like gene FLESHY plays a double role during fruit development. Plant Molecular
Biology, 2016, 91, 97-114. 2.0 24

154 ZmbZIP91 regulates expression of starch synthesis-related genes by binding to ACTCAT elements in
their promoters. Journal of Experimental Botany, 2016, 67, 1327-1338. 2.4 90

155 Abscisic Acid Induces Resistance against <i>Bamboo Mosaic Virus</i> through
<i>Argonaute</i><i>2</i> and <i>3</i>. Plant Physiology, 2017, 174, 339-355. 2.3 133

156 Functional characterization of the pinoresinolâ€“lariciresinol reductase-2 gene reveals its roles in
yatein biosynthesis and flax defense response. Planta, 2017, 246, 405-420. 1.6 35

157 Tc PHYLL, a cacao phylloplanin expressed in young tissues and glandular trichomes. Physiological and
Molecular Plant Pathology, 2017, 100, 126-135. 1.3 9

158 Plant Promoters: Characterization and Applications in Transgenic Technology. , 2017, , 117-172. 5

159
New insights into structural organization and gene duplication in a 1.75â€•Mb genomic region harboring
the Î±â€•gliadin gene family in Aegilops tauschii , the source of wheat D genome. Plant Journal, 2017, 92,
571-583.

2.8 29

160
The LATERAL ORGAN BOUNDARIES Domain gene family in grapevine: genome-wide characterization and
expression analyses during developmental processes and stress responses. Scientific Reports, 2017, 7,
15968.

1.6 33

161 Differential fine-tuning of gene expression regulation in coffee leaves by CcDREB1D promoter
haplotypes under water deficit. Journal of Experimental Botany, 2017, 68, 3017-3031. 2.4 26

162
OsPhyB-Mediating Novel Regulatory Pathway for Drought Tolerance in Rice Root Identified by a Global
RNA-Seq Transcriptome Analysis of Rice Genes in Response to Water Deficiencies. Frontiers in Plant
Science, 2017, 8, 580.

1.7 56



11

Citation Report

# Article IF Citations

163 Toward Unveiling the Mechanisms for Transcriptional Regulation of Proline Biosynthesis in the Plant
Cell Response to Biotic and Abiotic Stress Conditions. Frontiers in Plant Science, 2017, 8, 927. 1.7 56

164 Functional Characterization of Tea (Camellia sinensis) MYB4a Transcription Factor Using an
Integrative Approach. Frontiers in Plant Science, 2017, 8, 943. 1.7 89

165
Genome-Wide Identification and Analysis of Genes, Conserved between japonica and indica Rice
Cultivars, that Respond to Low-Temperature Stress at the Vegetative Growth Stage. Frontiers in Plant
Science, 2017, 8, 1120.

1.7 34

166 Identification and Characterization of an Isoform Antifreeze Protein from the Antarctic Marine
Diatom, Chaetoceros neogracile and Suggestion of the Core Region. Marine Drugs, 2017, 15, 318. 2.2 10

167 Big Mechanisms of Information Flow in Cellular Systems in Response to Environmental Stress Signals
via System Identification and Data Mining. , 2017, , 155-248. 0

168 Nucleotide Diversity of the Coding and Promoter Regions of DREB1D, a Candidate Gene for Drought
Tolerance in Coffea Species. Tropical Plant Biology, 2018, 11, 31-48. 1.0 14

169 Scots pine aminopropyltransferases shed new light on evolution of the polyamine biosynthesis
pathway in seed plants. Annals of Botany, 2018, 121, 1243-1256. 1.4 54

170
Methyl jasmonate as a control factor of the synthase squalene gene promoter and ginsenoside
production in American ginseng hairy root cultured in shake flasks and a nutrient sprinkle
bioreactor. Industrial Crops and Products, 2018, 115, 182-193.

2.5 28

171 Transcriptomic Studies Revealing Enigma of Plant-Pathogen Interaction. , 2018, , 219-238. 3

172 TF2Network: predicting transcription factor regulators and gene regulatory networks in Arabidopsis
using publicly available binding site information. Nucleic Acids Research, 2018, 46, e31-e31. 6.5 107

173 Specialized Plant Metabolism Characteristics and Impact on Target Molecule Biotechnological
Production. Molecular Biotechnology, 2018, 60, 169-183. 1.3 59

174
Sequence and functional characterization of MIRNA164 promoters from Brassica shows copy number
dependent regulatory diversification among homeologs. Functional and Integrative Genomics, 2018,
18, 369-383.

1.4 13

175 A rust fungal effector binds plant DNA and modulates transcription. Scientific Reports, 2018, 8, 14718. 1.6 42

176 Quantitative Trait Loci Analysis Identifies a Prominent Gene Involved in the Production of Fatty
Acid-Derived Flavor Volatiles in Tomato. Molecular Plant, 2018, 11, 1147-1165. 3.9 63

177 Assessing Field Prunus Genotypes for Drought Responsive Potential by Carbon Isotope Discrimination
and Promoter Analysis. Agronomy, 2018, 8, 42. 1.3 4

178 Synthetic Promoters: Designing the cis Regulatory Modules for Controlled Gene Expression.
Molecular Biotechnology, 2018, 60, 608-620. 1.3 24

179
Cotton Late Embryogenesis Abundant (<i>LEA2)</i> Genes Promote Root Growth and Confer Drought
Stress Tolerance in Transgenic <i>Arabidopsis thaliana</i>. G3: Genes, Genomes, Genetics, 2018, 8,
2781-2803.

0.8 51

180 Functional characterization of two myo-inositol-1-phosphate synthase (MIPS) gene promoters from
the halophytic wild rice (Porteresia coarctata). Planta, 2018, 248, 1121-1141. 1.6 7



12

Citation Report

# Article IF Citations

181 Effect of 1-aminocyclopropane-1-carboxylic acid (ACC)-induced ethylene on cellulose synthase A (CesA)
genes in flax (Linum usitatissimum L. â€˜Nikeâ€™) seedlings. Genes and Genomics, 2018, 40, 1237-1248. 0.5 0

182 Genetic Transformation of Millets: The Way Ahead. , 2018, , 249-286. 3

183 A kiwifruit (<i>Actinidia deliciosa</i>) R2R3â€•<scp>MYB</scp> transcription factor modulates
chlorophyll and carotenoid accumulation. New Phytologist, 2019, 221, 309-325. 3.5 160

184 Maternal control of suspensor programmed cell death via gibberellin signaling. Nature
Communications, 2019, 10, 3484. 5.8 21

185 BEL1-like protein (StBEL5) regulates CYCLING DOF FACTOR1 (StCDF1) through tandem TGAC core motifs
in potato. Journal of Plant Physiology, 2019, 241, 153014. 1.6 17

186
Genome-Wide Mining and Identification of Protein Kinase Gene Family Impacts Salinity Stress Tolerance
in Highly Dense Genetic Map Developed from Interspecific Cross between G. hirsutum L. and G. darwinii
G. Watt. Agronomy, 2019, 9, 560.

1.3 21

187 Isolation and functional characterization of three abiotic stress-inducible (Apx, Dhn and Hsc70)
promoters from pearl millet (Pennisetum glaucum L.). Molecular Biology Reports, 2019, 46, 6039-6052. 1.0 26

188 Arabidopsis NDL-AGB1 modules Play Role in Abiotic Stress and Hormonal Responses Along with Their
Specific Functions. International Journal of Molecular Sciences, 2019, 20, 4736. 1.8 4

189
Analysis of a new begomovirus unveils a composite element conserved in the CP gene promoters of
several Geminiviridae genera: Clues to comprehend the complex regulation of late genes. PLoS ONE,
2019, 14, e0210485.

1.1 16

190 Evolution and Diversification of FRUITFULL Genes in Solanaceae. Frontiers in Plant Science, 2019, 10, 43. 1.7 13

191 Mutation of a bHLH transcription factor allowed almond domestication. Science, 2019, 364, 1095-1098. 6.0 116

192
Abscisic Acid Regulates the 3-Hydroxy-3-methylglutaryl CoA Reductase Gene Promoter and Ginsenoside
Production in Panax quinquefolium Hairy Root Cultures. International Journal of Molecular
Sciences, 2019, 20, 1310.

1.8 21

193 Molecular response of poplar to single and combined ozone and drought. Science of the Total
Environment, 2019, 655, 1364-1375. 3.9 19

194 Inference of plant gene regulatory networks using data-driven methods: A practical overview.
Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2020, 1863, 194447. 0.9 28

195 Heterologous activation of the Hevea PEP16 promoter in the rubber-producing laticiferous tissues of
Taraxacum kok-saghyz. Scientific Reports, 2020, 10, 10844. 1.6 4

196 EXPath 2.0: An Updated Database for Integrating High-Throughput Gene Expression Data with
Biological Pathways. Plant and Cell Physiology, 2020, 61, 1818-1827. 1.5 10

197 Expression regulation of MALATE SYNTHASE involved in glyoxylate cycle during protocorm
development in Phalaenopsis aphrodite (Orchidaceae). Scientific Reports, 2020, 10, 10123. 1.6 8

198 Gene expression during development and overexpression after Cercospora kikuchii and salicylic acid
challenging indicate defensive roles of the soybean toxin. Plant Cell Reports, 2020, 39, 669-682. 2.8 1



13

Citation Report

# Article IF Citations

199
GUS-reporter based analysis of the promoter activity of Gossypium hirsutum NAC transcription
factor, GhNAC4 that is induced by phytohormones and environmental stresses. Plant Cell, Tissue and
Organ Culture, 2020, 141, 643-654.

1.2 9

200 Maize bHLH55 functions positively in salt tolerance through modulation of AsA biosynthesis by
directly regulating GDP-mannose pathway genes. Plant Science, 2021, 302, 110676. 1.7 26

201 Tuning promoter boundaries improves regulatory motif discovery in nonmodel plants: the peach
example. Plant Physiology, 2021, 185, 1242-1258. 2.3 25

202 Construction of novel promoters based on the characteristics of drought stress specific
<i>cis</i>-regulatory element. Journal of Applied Biological Chemistry, 2021, 64, 39-48. 0.2 1

203 Genome resequencing reveals DNA polymorphisms associated with seed size/weight determination in
chickpea. Genomics, 2021, 113, 1458-1468. 1.3 7

204 TILLING-by-Sequencing+ Reveals the Role of Novel Fatty Acid Desaturases (GmFAD2-2s) in Increasing
Soybean Seed Oleic Acid Content. Cells, 2021, 10, 1245. 1.8 19

205 Using Network-Based Machine Learning to Predict Transcription Factors Involved in Drought
Resistance. Frontiers in Genetics, 2021, 12, 652189. 1.1 15

206 Molecular Characterisation of Soybean Osmotins and Their Involvement in Drought Stress Response.
Frontiers in Genetics, 2021, 12, 632685. 1.1 5

207 Discovery of <scp>DNA</scp> polymorphisms via whole genome resequencing and their functional
relevance in salinity stress response in chickpea. Physiologia Plantarum, 2021, 173, 1573-1586. 2.6 7

208 Drought induces variation in the DNA methylation status of the barley HvDME promoter. Journal of
Plant Research, 2021, 134, 1351-1362. 1.2 7

209
In Silico Study of the RSH (RelA/SpoT Homologs) Gene Family and Expression Analysis in Response to
PGPR Bacteria and Salinity in Brassica napus. International Journal of Molecular Sciences, 2021, 22,
10666.

1.8 9

210 Insights obtained using different modules of the cotton uceA1.7 promoter. Planta, 2020, 251, 56. 1.6 6

211 ABI3 mediated repression of RAV1 gene expression promotes efficient dehydration stress response in
Arabidopsis thaliana. Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2020, 1863, 194582. 0.9 10

214 Development of Useful Recombinant Promoter and Its Expression Analysis in Different Plant Cells
Using Confocal Laser Scanning Microscopy. PLoS ONE, 2011, 6, e24627. 1.1 42

215 454 Transcriptome Sequencing Suggests a Role for Two-Component Signalling in Cellularization and
Differentiation of Barley Endosperm Transfer Cells. PLoS ONE, 2012, 7, e41867. 1.1 29

216 Expression Profile in Rice Panicle: Insights into Heat Response Mechanism at Reproductive Stage. PLoS
ONE, 2012, 7, e49652. 1.1 110

217 Genome-Wide Investigation and Expression Analyses of WD40 Protein Family in the Model Plant Foxtail
Millet (Setaria italica L.). PLoS ONE, 2014, 9, e86852. 1.1 100

218 Genome-Wide Identification, Evolution and Expression Analysis of mTERF Gene Family in Maize. PLoS
ONE, 2014, 9, e94126. 1.1 48



14

Citation Report

# Article IF Citations

219 Synchronization of Developmental Processes and Defense Signaling by Growth Regulating
Transcription Factors. PLoS ONE, 2014, 9, e98477. 1.1 76

220
Gene Co-Expression Analysis Inferring the Crosstalk of Ethylene and Gibberellin in Modulating the
Transcriptional Acclimation of Cassava Root Growth in Different Seasons. PLoS ONE, 2015, 10,
e0137602.

1.1 12

221 Neofunctionalization of Chromoplast Specific Lycopene Beta Cyclase Gene (CYC-B) in Tomato Clade.
PLoS ONE, 2016, 11, e0153333. 1.1 13

222 Isolation and characterization of a copalyl diphosphate synthase gene promoter from Salvia
miltiorrhiza. Acta Societatis Botanicorum Poloniae, 2016, 85, . 0.8 6

223
Expression Characteristics of <i>LSH</i> Genes in <i>Brassica</i> Suggest their Applicability for
Modification of Leaf Morphology and the Use of their Promoter for Transgenesis. Plant Breeding and
Biotechnology, 2014, 2, 126-138.

0.3 7

224 The Non-coding Landscape of the Genome of Arabidopsis thaliana. , 2011, , 67-121. 0

225 TGP â€“ the Database on Promoters for Plant Transgenesis. Mathematical Biology and Bioinformatics,
2012, 7, 444-460. 0.1 1

227 Sequencing the Rice Genome: Gateway to Agricultural Development. , 2020, , 109-157. 1

228 Using Machine Learning Approaches to Predict Target Gene Expression in Rice T-DNA Insertional
Mutants. Frontiers in Genetics, 2021, 12, 798107. 1.1 2

230 The Sunflower WRINKLED1 Transcription Factor Regulates Fatty Acid Biosynthesis Genes through an
AW Box Binding Sequence with a Particular Base Bias. Plants, 2022, 11, 972. 1.6 5

231 Genome wide identification of mungbean (Vigna radiata [L.] R. Wilczek) Late Embryogenesis Abundant
(LEA) protein gene family. Israel Journal of Plant Sciences, 2021, 69, 79-86. 0.3 0

232 Genomeâ€•wide discovery of<scp>DNA</scp>polymorphisms via resequencing of chickpea cultivars with
contrasting response to drought stress. Physiologia Plantarum, 2022, 174, e13611. 2.6 5

233 Expression GWAS of PGIP1 Identifies STOP1-Dependent and STOP1-Independent Regulation of PGIP1 in
Aluminum Stress Signaling in Arabidopsis. Frontiers in Plant Science, 2021, 12, 774687. 1.7 4

236 Identification, Isolation and Expression Analysis of Hevein gene Family in Barley (Hordeum vulgar).
Plant Genetic Researches, 2022, 8, 83-102. 0.4 0

237 Superoxide dismutase (SOD) family in durum wheat: promising candidates for improving crop
resilience. Protoplasma, 2023, 260, 145-158. 1.0 7

238 Flavonoid Biosynthesis Genes in Triticum aestivum L.: Methylation Patterns in Cis-Regulatory Regions
of the Duplicated CHI and F3H Genes. Biomolecules, 2022, 12, 689. 1.8 2

239 Molecular Characterization, Evolutionary and Phylogenetic Analyses of Rice ACT/BAT-type Amino Acid
Transporters. Computational Biology and Chemistry, 2022, , 107745. 1.1 1

240
Isolation, cloning, and functional analysis of a putative constitutive promoter of E3 ubiquitinâ€•protein
ligase RF4 from <i>Coleus amboinicus</i> Lour. Biotechnology and Applied Biochemistry, 2023, 70,
746-760.

1.4 1



15

Citation Report

# Article IF Citations

241 Characterization and analysis of the promoter region of monodehydroascorbate reductase 4
(CpMDAR4) in papaya. Plant Reproduction, 0, , . 1.3 0

242 Genome-Wide Identification and Functional Analysis of Polyamine Oxidase Genes in Maize Reveal
Essential Roles in Abiotic Stress Tolerance. Frontiers in Plant Science, 0, 13, . 1.7 3

243 Comparative Genomic Analysis of GARP Transcription Factor Family in Legumes and Identification of
Stress-Responsive Candidate Genes. Journal of Plant Growth Regulation, 2023, 42, 6005-6020. 2.8 1

244 Detection and validation of. Functional Plant Biology, 2022, 49, 1043-1054. 1.1 2

245 Chickpea Defensin Gene Family: Promising Candidates for Resistance Against Soil-Borne Chickpea
Fungal Pathogens. Journal of Plant Growth Regulation, 0, , . 2.8 0

246 An integrated transcriptome mapping the regulatory network of coding and long non-coding RNAs
provides a genomics resource in chickpea. Communications Biology, 2022, 5, . 2.0 2

247 Bioinformatics in Plant Breeding and Research on Disease Resistance. Plants, 2022, 11, 3118. 1.6 1

248 Filamentation Temperature-Sensitive (FtsH); Key Player in Response to Multiple Environmental Stress
Conditions and Developmental Stages in Potato. Journal of Plant Growth Regulation, 0, , . 2.8 0

249 Cloning of Three Cytokinin Oxidase/Dehydrogenase Genes in Bambusa oldhamii. Current Issues in
Molecular Biology, 2023, 45, 1902-1913. 1.0 1

250 Biotechnology approaches and new plant breeding techniques (NPBT) to alleviate the contamination
by potentially toxic elements and improve gasotransmitter activity and function. , 2023, , 265-295. 0


